Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.044; wR factor = 0.126; data-to-parameter ratio = 20.6.
Related literature
For the biological activities of triazole derivatives, see: Clemons et al. (2004) ; Glerman et al. (1997) ; Holla et al. (2003) ; Johnston (2002) ; Kane et al. (1990) ; Kkgzel et al. (2004) ; Modzelewska & Kalabun (1999) ; Rollas et al. (1993) ; Shujuan et al. (2004) ; For bond-length data, see: Allen et al. (1987) . For graph-set analysis of hydrogen bonding, see: Bernstein et al. (1995) .
Experimental
Crystal data C 13 H 10 N 4 OS M r = 270.31 Orthorhombic, Pbcn a = 27.4006 (6) Å b = 11.4940 (3) Å c = 7.7886 (2) Å V = 2452.96 (10) Å 3 Z = 8 Mo K radiation = 0.26 mm À1 T = 100.0 (1) K 0.40 Â 0.13 Â 0.10 mm
Data collection
Bruker SMART APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2005) T min = 0.829, T max = 0.974 40042 measured reflections 3627 independent reflections 2573 reflections with I > 2(I) R int = 0.071 Refinement R[F 2 > 2(F 2 )] = 0.043 wR(F 2 ) = 0.125 S = 1.05 3627 reflections 176 parameters 1 restraint H atoms treated by a mixture of independent and constrained refinement Á max = 0.26 e Å À3 Á min = À0.32 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C3-C8 ring. Symmetry codes: (i) Àx þ 1; Ày þ 1; Àz þ 1; (ii) Àx þ 1 2 ; Ày þ 3 2 ; z þ 1 2 ; (iii) Àx À 1 2 ; y þ 1 2 ; z.
Data collection: APEX2 (Bruker, 2005) ; cell refinement: APEX2; data reduction: SAINT (Bruker, 2005) ; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2003 (Kane et al., 1990; Kkgzel et al., 2004) , antifungal (Rollas et al., 1993) , anticancer (Holla et al., 2003) , anti-inflammatory (Modzelewska & Kalabun, 1999) and antibacterial properties (Glerman et al., 1997) . Several compounds containing 1,2,4triazole rings are well known as drugs. For example, fluconazole is used as an antimicrobial drug (Shujuan et al., 2004) , while vorozole, letrozole and anastrozole are non-steroidal drugs used for the threatment of cancer (Clemons et al., 2004) and loreclezole is used as an anticonvulsant (Johnston, 2002) drug. In view of the above properties, we have synthesized the title compound and report here its crystal structure.
Bond lengths and angles in the title molecule ( Fig. 1 ) are found to have normal values (Allen et al., 1987) . The furan ring is planar to within ±0.002 (2) Å and the triazole ring is also planar with a maximum deviation of 0.016 (2) Å for atom C1. The triazole and phenyl rings are twisted away from each other by an angle of 16.14 (9)°. The dihedral angle between the furan and triazole rings is 58.51 (11)°. Intramolecular C-H···N hydrogen bonds generate S(5) and S(6) ring motifs (Bernstein et al., 1995) .
The crystal structure is stabilized by intermolecular C-H···O and N-H···S hydrogen bonds together with C-H···π interactions involving the phenyl ring. The centrosymmetrically related molecules are linked by N-H···S hydrogen bonds to form a dimeric pair ( Fig. 2) which are interlinked via C-H···O hydrogen bonds.
Experimental
The title Schiff base compound was obtained by refluxing a mixture of 4-amino-5-methyl-2,4-dihydro-3H-1,2,4-triazole-3-thione (0.01 mol), furfural (0.01 mol) in ethanol (30 ml) and 2 drops of concentrated H 2 SO 4 for 3 h. The solid product obtained was collected by filtration, washed with ethanol and dried. Single crystals suitable for X-ray analysis were obtained from acetone-N,N-dimethylformamide (DMF) (1:2) solution by slow evaporation (yield 63%; m.p. 451-453 K). Analysis for C 13 H 10 N 4 SO, found (calculated) in %: C 57.63 (57.77), H 3.62 (3.7), N 20.6 (20.74), S 11.79 (11.85).
Refinement
The N-bound H atom was located in a difference map and refined with a N-H distance restraint of 0.85 (1) Å. C-bound H atoms were positioned geometrically [C-H = 0.93%A] and refined using a riding model, with U iso (H) = 1.2U eq (C). 
Special details
Experimental. The data was collected with the Oxford Cyrosystem Cobra low-temperature attachment. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.494570 (15) 0.69781 (4) 0.50297 (6) (6) N1 0.0169 (7) 0.0191 (7) 0.0316 (9) 0.0034 (5) 0.0022 (6) 0.0014 (6) N2 0.0161 (7) 0.0206 (7) 0.0317 (9) 0.0010 (5) 0.0025 (6) 0.0013 (6) N3 0.0153 (6) 0.0172 (7) 0.0244 (8) 0.0004 (5) −0.0002 (6) 0.0008 (6) N4 0.0185 (6) 0.0173 (7) 0.0260 (8) 0.0016 (5) 0.0010 (6) 0.0015 (6) C1 0.0170 (7) 0.0208 (8) 0.0232 (9) 0.0014 (6) −0.0020 (6) −0.0018 (7) C2 0.0182 (8) 0.0182 (8) 0.0247 (9) −0.0013 (6) −0.0014 (7) 0.0010 (7) C3 0.0167 (7) 0.0215 (8) 0.0212 (8) −0.0018 (6) −0.0011 (6) −0.0011 (7) C4 0.0214 (8) 0.0256 (9) 0.0262 (9) 0.0001 (7) 0.0001 (7) 0.0040 (7) C5 0.0240 (8) 0.0306 (10) 0.0255 (9) −0.0038 (7) 0.0025 (7) 0.0058 (8) C6
0.0199 (8) 0.0320 (10) 0.0259 (9) −0.0012 (7) 0.0031 (7) −0.0031 (8) C7
0.0180 (8) 0.0231 (9) 0.0353 (10) 0.0026 (7) 0.0003 (7) −0.0044 (8) C8
0.0206 (8) 0.0204 (8) 0.0279 (10) −0.0013 (6) 0.0008 (7) 0.0008 (7) C9 0.0161 (7) 0.0240 (8) 0.0236 (9) 0.0006 (6) 0.0024 (7) 0.0003 (7) C10 0.0169 (7) 0.0235 (9) 0.0238 (9) −0.0008 (6) 0.0028 (7) −0.0001 (7) C11 0.0214 (8) 0.0254 (9) 0.0334 (10) −0.0042 (7) 0.0033 (7) −0.0027 (8) C12 0.0280 (9) 0.0199 (9) 0.0366 (11) −0.0031 (7) 0.0106 (8) −0.0019 (8) C13 0.0280 (9) 0.0216 (9) 0.0372 (11) 0.0054 (7) 0.0072 (8) 0.0050 (8) Geometric parameters (Å, °) S1-C1 1.6820 ( 
